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FIG. 1 



ATGACGTCCACCTGCACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCC 
CTCTCCAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGGTTATC 
TTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTGTTGCAGCGCAAGCCG 
CAGCTGCTGCAGGTGACCAACCGTTTTATCTTTAACCTCCTCGTCACCGACCTGCTGCAG 
ATTTCGCTCGTGGCCCCCTGGGTGGTGGCCACCTCTGTGCCTCTCTTCTGGCCCCTCAAC 
AGCCACTTCTGCACGGCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAAC 
ACCATTGTCTTGGTGTCAGTGGATCGCTACTTGTCCATCATCCACCCTCTCTCCTACCCG 
TCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACCTGGATTGTGGCCATC 
CTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCAGGCTGCCTTTGATGAGCGCAATGCT 
CTCTGCTCCATGATCTGGGGGGCCAGCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTC 
ATCGTCATTCCACTGATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGG 
AGGCAGCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCAAGGAC 
TGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAGTTCCAGGATGAGAGT 
GAG TTTCGCCGC C AG CAT GAAG G T GAG G T C AAGG C C AAG GAG G GCAG AAT GG AAGC C AAG 
GACGGCAGCCTGAAGGCCAAGGAAGGAAGCACGGGGACCAGTGAGAGTAGTGTAGAGGCC 
AGGGGCAGCGAGGAGGTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGT 
AAGGAAGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCACAGAG 
G T C AAC C AG T G C AG CAT T GAC T T G G GT GAAG AT G AC AT G GAG T T T GGT GAAG AC G AC AT C 
AATTTCAGTGAGGATGACGTCGAGGCAGTGAACATCCCGGAGAGCCTCCCACCCAGTCGT 
CGTAACAGCAACAGCAACCCTCCTCTGCCCAGGTGCTACCAGTGCAAAGCTGCTAAAGTG 
ATCTTCATCATCATTTTCTCCTATGTGCTATCCCTGGGGCCCTACTGCTTTTTAGCAGTC 
CTGGCCGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAATCATC 
TGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGCTACATGCACAAGACC 
ATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTTCTTCTGCAAGGAAAAGCCCCCGAAA 
GAAGATAGCCACCCAGACCTGCCCGGAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCT 
TCCTACGATTCTGCTACTTTTCCTTGA 
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FIG.2 



MTSTCTNSTRESNSSHTCMPLSKMPISLAHGIIRSTVLVTFLAAS FVGNIVLALVLQRKP 
QLLQVTNRFIFNLLVTDLLQISLVAPWVVATSVPLFWPLNSHFCTALVSLTHLFAFASVN 
TIVLVSVDRYLSIIHPLSYPSKMTQRRGYLLLYGTWIVAILQSTPPLYGWGQAAFDERNA 
LCSMIWGASPSYTILSVVSFIVIPLIVMIACYSVVFCAARRQHALLYNVKRHSLEVRVKD 
CVENEDEEGAEKKEEFQDESEFRRQHEGEVKAKEGRMEAKDGSLKAKEGSTGTSESSVEA 
RGS EEVRESSTVAS DGSMEGKEGSTKVEENSMKADKGRTEVNQCS I DLGEDDME FGE DDI 
NFSEDDVEAVNIPESLPPSRRNSNSNPPLPRCYQCKAAKVIFIIIFSYVLSLGPYCFLAV 
LAVWVDVETQVPQWVITIIIWLFFLQCCIHPYVYGYMHKTIKKEIQDMLKKFFCKEKPPK 
EDSHPDLPGTEGGTEGKIVPSYDSATFP 



FIG. 3 



GCAACCTGTCTCACGCCCTCTGGCTGTTGCC 
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FIG. 4 



AGTTAGTTCTAAGGCAAACCTT 



FIG. 5 



1 MTSTCTNSTR ESNSSHTCMP LSKMPISLAH GIIRST VLVI FLAASFVGNI 

51 VIAIiVL QRKP QLLQVTNRF I FNLLVTDLLQ ISLVAPWWA TSVPLFW PLN 

101 S HFCTAIiVSL THLFAFASVN TIVLVSV PRY LSIIHPLSYP SKMTQRRGYL 

151 LLYGTWIVAI LQSTPPLYGW GQAAFDERNA LCSMIWGASP SYTILSWSF 

201 IVIPLIVMIA CYSWF CAAR RQHALLYNVK RHSLEVRVKD CVENEDEEGA 

251 EKKEEFQDES EFRRQHEGEV KAKEGRMEAK DGSLKAKEGS TGTSESSVEA 

301 RGSEEVRESS TVASDGSMEG KEGSTKVEEN SMKADKGRTE VNQCSIDLGE 

351 DDMEFGEDDI NFSEDDVEAV NIPESLPPSR RNSNSNPPLP RCYQCKAAKV 

4 01 IFIIIFSYVL SLGPYCFL AV LAVWVDVETQ VPQ WVITIII WLFFLQCCIH 

451 PYVYGYMHKT IKKEIQDMLK KFFCKEKPPK EDSHPDLPGT EGGTEGKIVP 

501 SYDSATFP 



D0047 NP 



FIG. 6A 

ACM4_CHICK ~ ~ ~~ 

YDBM_CAEEL -~ 

5H1A_HUMAN ~~ 

5H1A_M0USE ~ ~ 

5H1A_FUGRU ~ ~ ~ ~ 

5HT_LYMST ~ MAN FT FGDLALDVARMGGLASTPSGLRSTGLTTPGLSPT 

A1AD_HUMAN MT FRDLLSVS FEGPRPDS SAGGSSAGGGGGSAGGAAPSEG 

A1AD_M0USE MTFRDILSVTFEGPRASSSTGGSGAGGGAGTVG. . .P. EG 

Q13675 ~ ~ 

Q13729 ~ 

060451 

A1AA_RAT — 

054913 

A1AA_B0VIN 

Al AA_CAN FA ~ 

A1AA_RABIT ~ 

A1AA_HUMAN ~~~ ~~~ 

A1AA_0RYLA ~ ■ ~ ~ — 

096716 

075963 ~ ~~ 

HGPRBMY8 



ACM4_CHICK MHNLSAQPWQAKMANiTYDNVTLSN 

YDBM_CAEEL MCFAEKGEGAGEDVDHHSLFC . P . KKLVGNg . . . KGFIRN 

5H1A_HUMAN MDV. . LSPGQ . . . GNNTT . . . . SPPAPFETGGN 

5H1A_M0USE MDM. . FSLGQ . . .GNNTT. . . . TSLEPFGTGGN 

5H1A_FUGRU MDLRATSSND. . . SNATSGYSDTAA|DWDEG|N 

5HT_LYMST GLVTSDFNDSYGLT . GQFINGSHSSRSRDNASANDTSATN 

A1AD_HUMAN PAVGGVPGGAGGGGGVVGAGSGEDNRSSAGEPG|agSgGD 

A1AD_M0USE PAVGGVP . GATGGSAVVGTGSGEDNQSSTAEAGAA jgGE 

Q13 675 MVFL|G^gDis 

Q1372 9 ~~ M¥FllG|ffldS 

060451 ~~< -M^FiSgSSSdS 

A1AA_RAT MVLLlEBffliG 

054 913 ~ ~ MVLiIe^BeG 

A1AA_B0VIN MVfJgHwjs 

A1AA_CANFA MVFiSGragSds 

A1AA_RABIT ~ ~ MVFJc JWb s 

A1AA_HUMAN M9FHqH§S 

A1AA_0RYLA 1Tp|sVTLNC 

09 6716 MSANTTVSPTETTANMAIsMa 

HGPRBMY8 ~ MTSTCtHtRe|nS 



FIG. 6B 



ACM4_CHICK 

YDBM_CAEEL 

5H1A_HUMAN 

5H1A_M0USE 

5H1A_FUGRU 

5HT_LYMST 

A1AD_HUMAN 

A1AD_M0USE 

Q13675 

Q13729 

060451 

A1AA_RAT 

054913 

A1AA_B0VIN 

A1AA_CANFA 

A 1 AA_RAB I T 

A 1 AA_HUMAN 

A 1 AA_0 R YLA 

096716 

075963 

HGPRBMY8 

ACM4_CHICK 

YDBM_CAEEL 

5H1A_HUMAN 

5H1A_M0USE 

5H1A_FUGRU 

5HT_LYMST 

A1AD_HUMAN 

A1AD_M0USE 

Q13675 

Q13729 

060451 

A1AA_RAT 

054913 

A1AA_B0VIN 

A 1 AA_C AN FA 

A1AA_RABIT 

A1AA_HUMAN 

A1AA_0RYLA 

096716 

075963 

HGPRBMY8 



rsevaiq@ptnyktvel|fBt| 

QYH QHETIQ.jjjKjs. 

|TG. . . ISDVT0SYQ. .VITS: 

dtg. . . lsnvtfsyq . .vitsl: 
atgsgsl|d|e|syq . . 

mtddrywsltvyshehl" 

V . JG|AAVlGLEvSAQGYG , 

v . |g§aav§glSvsaqg¥g; 

I'BB Qp ^a'B NISK ! 

is: 
is: 
is: 
[nis: 
is: 
is 
tv: 

VG S C FA@N@ Y S AGVQj 

crkelsnlteeeggeggv.iitqfiai| 

|HT|MPLSKMP|SLAHG|tRSTy|. 





■VFSBtHIATVYI 




gHYK_.. 

a|v|qrkpi 



FIG. 6C 



ACM4_CHICK 

YDBM_CAEEL 

5H1A_HUMAN 

5H1A_M0USE 

5H1A_FUGRU 

5HT_LYMST 

A1AD_HUMAN 

A1AD_M0USE 

Q13675 

Q13729 

060451 

A1AA_RAT 

054913 

A1AA_B0VIN 

A1AA_CANFA 

A1AA_RABIT 

A1AA_HUMAN 

AlAA_ORYLA 

096716 

075963 

HGPRBMY8 

ACM4_CHICK 

YDBM_CAEEL 

5H1A_HUMAN 

5H1A_M0USE 

5H1AJTUGRU 

5HT_LYMST 

A1AD_HUMAN 

A1AD_M0USE 

Q13675 

Q13729 

060451 

A1AA_RAT 

054913 

A1AA_B0VIN 

A 1 AA_C AN FA 

A1AA_RABIT 

A1AA_HUMAN 

A1AA_0RYLA 

096716 

075963 

HGPRBMY8 




D0047 NP 



FIG. 6D 
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FIG. 9 
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L AV WV D VE T Q VP QW V I T 1 1 1 WL F FLQ CC I H P Y V YGYM H KT I KKE I Q DMLKKF FC KE K P P K 
LAVWVDVETQVPQWVITI IIWLFFLQCCIHPYVYGYMHKTIKKEIQDMLKKFFCKEKPPK 
LAVWVDVETQVPQWVITIIIWLFFLQCCIHPYVYGYMHKTIKKEIQDMLKKFFCKEKPPK 
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FIG. 10A 
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ACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCCCTCTC 
ACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCCCTCTC 
ACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCCCTCTC 
ACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCCCTCTC 



CAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGG 
CAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGG 
CAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGG 
CAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGG 



TTATCTTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTG 
TTATCTTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTG 
TTATCTTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTG 
TTATCTTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTG 



CCTCCTCGTCACCGACCTGCTGCAGATTTCGCTCGTGGCCCCCTGGGTGG 
CCTCCTCGTCACCGACCTGCTGCAGATTTCGCTCGTGGCCCCCTGGGTGG 
CCTCCTCGTCACCGACCTGCTGCAGATTTCGCTCGTGGCCCCCTGGGTGG 
CCTCCTCGTCACCGACCTGCTGCAGATTTCGCTCGTGGCCCCCTGGGTGG 



GCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAACACCAT 
GCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAACACCAT 
GCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAACACCAT 
GCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAACACCAT 



tgtcHtggtgtcagtggatcgctacttgtccatcatccaccctctctcct 
tgtcHtggtgtcagtggatcgctacttgtccatcatccaccctctctcct 
tgtcHtggtgtcagtggatcgctacttgtccatcatccaccctctctcct 
tgtcEtggtgtcagtggatcgctacttgtccatcatccaccctctctcct 



ACCCGTCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACC 
ACCCGTCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACC 
ACCCGTCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACC 
ACCCGTCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACC 
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TGGATIGTGGCCATCCTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCA 
TGGATTGTGGCCATCCTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCA 
TGGATTGTGGCCATCCTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCA 
TGGATTGTGGCCATCCTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCA 



GGCTGCCTTTGATGAGCGCAATGCTCTCTGCTCCATGATCTGGGGGGCCA 
GGCTGCCTTTGATGAGCGCAATGCTCTCTGCTCCATGATCTGGGGGGCCA 
GGCTGCCTTTGATGAGCGCAATGCTCTCTGCTCCATGATCTGGGGGGCCA 
GGCTGCCTTTGATGAGCGCAATGCTCTCTGCTCCATGATCTGGGGGGCCA 



GCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTCATCGTCATTCCACTG 
GCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTCATCGTCATTCCACTG 
|GCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTCATCGTCATTCCACTG 
GCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTCATCGTCATTCCACTG 



ATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGGAGGCA 
ATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGGAGGCA 
ATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGGAGGCA 
ATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGGAGGCA 



GCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCA 
GCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCA 
GCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCA 
GCAT GC T CT G CT GT ACAAT G T CAAGAGACACAGC T T GGAAGT GCGAGT CA 



AGGACTGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAG 
AGGACTGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAG 
AGGAC T G T G T GGAG AAT GAG GAT G AAGAG G GAGC AGAGAAGAAGGAG GAG 
AGGACTGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAG 



TTCCAGGATGAGAGTGAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGC 
TTCCAGGATGAGAGTGAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGC 
TTCCAGGATGAGAGTGAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGC 
TTCCAGGATGAGAGTGAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGC 



CAAGGAGGGCAGAATGGAAGCCAAGGACGGCAGCCTGAAGGCCAAGGAAG 
CAAGGAGGGCAGAATGGAAGCCAAGGACGGCAGCCTGAAGGCCAAGGAAG 
CAAGGAGGGCAGAATGGAAGCCAAGGACGGCAGCCTGAAGGCCAAGGAAG 
CAAGGAGGGCAGAATGGAAGCCAAGGACGGCAGCCTGAAGGCCAAGGAAG 



GTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGTAAGGA 
GTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGTAAGGA 
GTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGTAAGGA 
GTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGTAAGGA 
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AGGC AGCAC CAAAGTT GAGGAG AAC AGCAT GAAGGCAGACAAG GGT CGC A 
AGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCA 
AGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCA 
AGGCAGCACCAAAGTTGAGGAGAACAGCAT GAAGGCAGACAAG GGT CGCA 



CAGAGGT CAAC CAGT GC AGCAT TGACT T GGGT GAAGAT GfgCAT G GAGT T T 
C AGAGG T CAAC CAGTGCAGCAT T GACT T GGGT GAAGAT GACAT G GAGT T T 
CAGAGGTCAACCAGTGCAGCAT TGACT TGGGT GAAGAT GACATGGAGTTT 
CAGAGGTCAACCAGTGCAGCATTGACTTGGGTGAAGATGACATGGAGTTT 



GGTGAAGACGACATCAATTTCAGTGAGGATGACGTCGAGGCAGTGAACAT 
GGTGAAGACGACATCAATTTCAGTGAGGATGACGTCGAGGCAGTGAACAT 
GGTGAAGACGACATCAATTTCAGTGAGGATGACGTCGAGGCAGTGAACAT 
GGT GAAG AC GACAT C AAT T T C AG T GAG GAT G AC GT C GAGGC AGT GAACAT 



CCCGGAGAGCCTCCCACCCAGTCGTCGTAACAGCAACAGCAACCCTCCTC 
CCCGGAGAGCCTCCCACCCAGTCGTCGTAACAGCAACAGCAACCCTCCTC 
CCCGGAGAGCCTCCCACCCAGTCGTCGTAACAGCAACAGCAACCCTCCTC 
CCCGGAGAGCCTCCCACCCAGTCGTCGTAACAGCAACAGCAACCCTCCTC 



CGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAA 
CGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAA 
CGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAA 
CGTGTGGGTGGATGTCGAAACCCAGGTACC C CAGT GGGTGAT C AC CATAA 



TCATCTGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGC 
TCATCTGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGC 
TCATCTGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGC 
TCATCTGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGC 



T ACAT GCACAAGAC CATT AAGAAGGAAAT CCAGG ACATG C T GAAGAAGT T 
T AC AT G C AC AAGAC C AT T AAGAAG GAAAT C C AGG AC AT G C T GAAG AAGT T 
T AC AT G C AC AAGAC C AT T AAGAAGGAAAT C C AGG AC AT G C T GAAGAAGT T 
TACATGCACAAGACCATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTT 



CTTCTGCAAGGAAAAGCCCCCGAAAGAAGATAGCCACCCAGACCTGCCCG 
CTTCTGCAAGGAAAAGCCCCCGAAAGAAGATAGCCACCCAGACCTGCCCG 
CTTCTGCAAGGAAAAGCCCCCGAAAGAAGATAGCCACCCAGACCTGCCCG 
CTTCTGCAAGGAAAAGCCCCCGAAAGAAGATAGCCACCCAGACCTGCCCG 
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GAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCTTCCTACGATTCTGCT 
GAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCTTCCTACGATTCTGCT 
GAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCTTCCTACGATTCTGCT 
GAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCTTCCTACGATTCTGCT 
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FIG. 1 1 
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FIG. 13 
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FIG. 14 
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FIG. 15 

a. CHO-NFAT G alpha 15 (Fluorescent vs. Bright Field) 
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FIG. 16 

a. CHO-NFAT/CRE b. CHO-NFAT/CRE + F/T/P 





c. CHO-NFAT/CRE oGPCR-Intermediate d. CHO-NFAT/CRE oGPCR high 
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FIG. 18A 



1 ATGACGTCCACCTGCACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCC " 60 
1MTSTCTNSTRESNSSHTCMP 20 



61 CTCTCCAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGGTTATC 120 

21LSKMPISLAHGIIRSTVLVI 40 

121 TTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTGTTGCAGCGCAAGCCG 180 

41FLAASFVGNIVLALVLQRKP 60 

181 CAGCTGCTGCAGGTGACCAACCGTTTTATCTTTAACCTCCTCGTCACCGACCTGCTGCAG 2 40 

61QLLQVTNRFIFNLLVTDLLQ 80 

241 ATTTCGCTCGTGGCCCCCTGGGTGGTGGCCACCTCTGTGCCTCTCTTCTGGCCCCTCAAC 300 

81ISLVAPWVVATSVPLFWPLN 100 



301 AGCCACTTCTGCACGGCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAAC 3 60 

101 SHFCTALVSLTHLFAFASVN 120 

3 61 ACCATTGTCNTGGTGTCAGTGGATCGCTACTTGTCCATCATCCACCCTCTCTCCTACCCG 420 

121TIVXVSVDRYLSIIHPLSYP 140 

421 TCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACCTGGATTGTGGCCATC 48 0 

141 SKMTQRRGYLLLYGTW IVAI 160 



4 81 CTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCAGGCTGCCTTTGATGAGCGCAATGCT 54 0 
161 LQSTPPLYGWGQAAFDERNA 180 



541 CTCTGCTCCATGATCTGGGGGGCCAGCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTC 600 
181 LCSMIWGASPSYTILSVVSF 200 



601 ATCGTCATTCCACTGATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGG 660 
201 IVIPLIVMIACYSVVFCAAR 220 



661 AGGCAGCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCAAGGAC 720 
221 RQHALLYNVKRHSLEVRVKD 240 



721 TGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAGTTCCAGGATGAGAGT 780 
241 CVENEDEEGAEKKEEFQDES 260 



781 GAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGCCAAGGAGGGCAGAATGGAAGCCAAG 84 0 
261 E FRRQHEGEVKAKEGRMEAK 280 



841 GACGGCAGCCTGAAGGCCAAGGAAGGAAGCACGGGGACCAGTGAGAGTAGTGTAGAGGCC 90 0 
281 DGSLKAKEGSTGTSESSVEA 300 
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FIG. 18B 



901 AGGGGCAGCGAGGAGGTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGT 960 
301 RGSEEVRESSTVASDGSMEG 320 



961 AAGGAAGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCACAGAG 1020 

321 KEGSTKVEENSMKADKGRTE 340 

1021 GTCAACCAGTGCAGCATTGACTTGGGTGAAGATGNCATGGAGTTTGGTGAAGACGACATC 1080 

341 VNQCS I DLGEDXMEFGEDDI 360 

1081 AATTTCAGTGAGGATGACGTCGAGGCAGTGAACATCCCGGAGAGCCTCCCACCCAGTCGT 114 0 

361 NFSEDDVEAVNIPESLPPSR 380 



1141 CGTAACAGCAACAGCAACCCTCCTCTGCCCAGGTGCTACCAGTGCAAAGCTNNNAAAGTG 1200 

381 RNSNSNPPLPRCYQCKAXKV 400 

1201 ATCTTCATCATCATTTTCTCCTATGTGCTATCCCTGGGGCCCTACTGCTTTTTAGCAGTC 12 60 

401 IFIIIFSYVLSLGPYCFLAV 420 

12 61 CTGGCCGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAATCATC 132 0 

421 LAVWVDVETQVPQWVITIII 440 



1321 TGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGCTACATGCACAAGACC 1380 
441 WLFFLQCCIHPYVYGYMHKT 460 



1381 ATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTTCTTCTGCAAGGAAAAGCCCCCGAAA 1440 
461 IKKEIQDMLKKFFCKEKPPK 480 



14 41 GAAGATAGCCACCCAGACCTGCCCGGAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCT 1500 
481 EDSHPDLPGTEGGTEGKIVP 500 



1501 TCCTACGATTCTGCTACTTTTCCTTGA 1527 
501 SYDSATFP 508 



